The GenBank/EMBL/DDBJ accession number for the 16S rRNA gene sequence of strain ethanolamine, phosphatidylcholine, sphingoglycolipids, three glycolipids, and one unknown lipid.
In contrast to members of all validated Sphingopyxis species, strain G1A_585 T is immotile. For 2 0 negative staining, cells were fixed with 2 % glutaraldehyde and 5 % formaldehyde in growth 2 1 medium, washed with TE buffer and negatively stained with 4% aqueous uranyl acetate using a 2 2 carbon film on mica. Parallel samples for routine transmission electron microscopy were fixed with 2 3
2% glutaraldehyde and 5% formaldehyde in cacodylate buffer, treated with 1% aqueous osmium and 2 4
then dehydrated with a graded series of acetone on formvar-coated grids. For contrasting, 2% uranyl 2 5 acetate in 70% acetone was used. Samples were examined in a TEM910 transmission electron scanning electron microscopy revealed no flagella (Fig. S1b, c; supplementary material) .
8
Cells were Gram-negative and positive for cytochrome c oxidase and catalase as tested with 2 9
standard methods (Gerhardt et al., 1994) . For determination of the optimal pH for growth, artificial CHES for values of pH 9 and 10. Strain G1A_585 T was able to grow between pH 6.5 and pH 9, with 1 optimal growth detected between pH 7 and 8. The temperature optimum of growth was at 18°C to 2 24°C, whereas no growth was detected below 11°C and above 27°C. The G+C content of genomic 3 DNA of strain G1A_585 T was determined as described previously (Cashion et al., 1977; Mesbah et 4 al., 1989; Tamaoka & Komagata, 1984) 2001; Yoon et al., 2005; Zhang et al., 2010; Godoy et al., 2003; Lee et al., 2008; Kim et al., 2005; 7 Takeuchi et al., 2001; Srinivasan et al., 2010; Choi et al., 2010; Sharma et al., 2010) , with the Sphingopyxis litoris DSM 22379 T (Tab. 2). The DNA G+C contents for the latter three strains were 1 0 determined in this study and ranged between 52.6-57.8 mol%.
1
Quinones and polar lipids were extracted from 0.1 g of lyophilized biomass (Tindall, 1990a, b) . phase according to the procedure described previously (Busse & Auling, 1988) . Analysis was 1 8
carried out using the HPLC equipment described by Stolz et al. (2007) . Spermidine was the major Cells are motile or non-motile, gram negative, aerobic, non-spore forming rods. They contain 2 0 ubiquinone-10 as major respiratory quinone and diphosphatidylglycerol, phosphatidylglycerol, C 18:1 ω7c and/or C 18:1 ω6c (summed feature 8) (38.2%) and C 16:1 ω7c (33.6%) (summed feature 3).
4
The signature nucleotides at position 990:1215 are U:A.
5
The type species of the genus is Sphingorhabdus planktonica with the type strain G1A_585 Description of Sphingorhabdus marina comb. nov.
4
Sphingopyxis marina (ma.ri′na. L. fem. adj. marina of the sea, marine).
5
The description of Sphingorhabdus marina is the same as published for Sphingopyxis marina globally distributed phylogenetic clusters including an abundant group of Actinobacteria.
7
Appl Environ Microbiol 66, 5053-5065. Glycol-Utilizing Bacteria: Emended Description of the Genus Sphingomonas and New
Descriptions of Sphingomonas macrogoltabidus sp. nov., Sphingomonas sanguis sp. nov. c DPG, diphosphatidylglycerol; PG, phosphatidylglycerol; PE, phosphatidylethanolamine; PMME, phosphatidylmonomethylethanolamine; PDME, phosphatidyldimethylethanolamine; PC, phosphatidylcholine; SGL, sphingoglycolipids; L, unidentified lipid; GL, glycolipids.
